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Fig. 1(C) 
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Fig 6(A) 
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4 01 AAAATGATATTAAAT TTGCACAGGA AGGTATAAG TTATTATGAAAAGGTT 
601 AACATTGAGAC CTTATA CAATAAC TTAGTTAATAAAAT TGACGATTACTT 
951 TCCAGAAAAT TCTGGATGTTTCAGAC A T2TAGATG AAAG AGAAGAATGTA 

MSPl.p42FVO 

181 AATTTCAAAATG TTTTAGAATCAGA TTTA ATTCCATATAAAG ATTTA 
230 ACATCAAGTAATT ATGTTGTCAAAGATCCA TATAAATTTCTTAATAAA 



277 GAAAAAAGAGA TAAATTCTTAAGCAGTTA TAATTATATTAAGGATTC 




A E F D N I LSDNI L S G F E N E 18 

GCC GAA TTC GAC AAC ATC CTC AGT GAC AAC ATC CTC AGT GGC TTC GAG AAC GAG 54 

YDVIYL KPLAGVYRSLKK 36 

TAC GAC GTA ATC TAC CTA AAG CCC CTT GCC GGT GTC TAC CGT TCA TTG AAG AAA 108 

QIEKNIPTFNLNLNDILN 54 

CAG ATA GAA AAG AAT ATT TTC ACG TTC AAC CTC AAC CTA AAT GAC ATC CTC AAC 162 

SRLKKRKYFLDVLESDLM 72 

TCG CGC CTC AAG AAG CGA AAA TAC TTC CTC GAC GTG TTG GAA TCC GAC CTT ATG 216 

QFKHISSMEYIIEDS FKL 90 

CAA TTC AAG CAC ATT AGC TCT AAC GAG TAC ATC ATA GAG GAC AGC TTC AAG CTC 270 

LNSEQKNTLLK S Y K Y I K E 108 

TTG AAT TCA GAA CAG AAG AAC ACC CTC CTA AAG TCC TAC AAA TAC ATT AAG GAG 324 

SVENDIKFAQEGISYYEK 126 

TCT GTT GAG AAC GAC ATC AAG TTC GCC CAG GAA GGA ATT AGC TAC TAT GAG AAA 378 

VLAKYKDDLESIKKVIKE 144 

GTC CTG GCT AAA TAC AAG GAC GAC TTG GAA AGC ATT AAG AAG GTA ATC AAA GAA 432 

EKEKFP SSPPTTPPSPAK 162 

; s . GAG AAG GAA AAG TTT CCG AGC TCT CCA CCC ACA ACT CCC CCA TCG CCT GCA AAG 486 

Q TDEQKKESKFLPFLTNIE 180 

;~» ACC GAC GAG CAG AAA AAA GAA AGT AAG TTC CTT CCA TTC CTC ACC AAC ATC GAA 540 

■D TLYNNLVNKIDDYLINLK 198 

lH ACT CTA TAT AAC AAC CTG GTG AAC AAG ATT GAT GAC TAC TTA ATC AAC TTG AAG 594 

! in 

;*3 AKINDCNVEKDEAHVKIT 216 

I 5 * GCG AAA ATT AAT GAC TGT AAC GTC GAA AAG GAT GAA GCC CAC GTT AAG ATC ACC 648 

eta 

KLSDLKAIDDKIDLFKNH 234 

AAG CTT TCC GAT CTC AAA GCC ATC GAC GAT AAG ATT GAC CTG TTT AAG AAC CAC 702 

;^ NDFDAIKKLINDDTKKDM 252 

AAC GAT TTC GAC GCA ATC AAA AAG TTG ATC AAC GAC GAT ACT AAG AAA GAC ATG 756 

U LGK LLSTGL. VQNFPNTII 270 

CTT GGA AAA CTG CTG TCG ACA GGC TTG GTC CAA AAC TTC CCG AAC ACC ATT ATA 810 



w 



SKLI EGKFQDMLNI S Q H Q 288 

AGC AAG CTG ATC GAA GGA AAG TTT CAG GAT ATG CTG AAC ATC TCT CAG CAT CAA 864 

CVKKQCPENSGCFRHLDE 306 

TGC GTG AAG AAG CAA TGT CCC GAG AAT TCA GGT TGC TTC CGC CAC TTA GAC GAA 918 

REECKCLLNYKQEG DKCV 324 

AGG GAG GAA TGT AAA TGC CTG CTG AAT TAT AAA CAG GAA GGA GAC AAG TGC GTA 972 

ENPNPTCNENNGGCDADA 342 

GAG AAT CCT AAC CCA ACC TGT AAC GAA AAT AAC GGT GGC TGC GAT GCT GAC GCT 1026 

KCTEEDSGSNGKK.I k TCEC 360 

AAG TGT ACC GAG GAG GAC AGC GGT TCC AAT GGC AAG AAA ATA ACT TGC GAA TGC 1080 

TKPDSYPLFDGI FCSHDE 378 

ACG AAG CCC GAT AGT TAC CCT CTC TTC GAC GGT ATC TTC TGC TCC CAT GAT GAG 1134 
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RIQGDITMDNILSGFENE 18 

CGG ATC CAA GGA GAT ATA ACA ATG GAC AAC ATC CTC AGT GGC TTC GAG AAC GAG 54 

YDVIYLKPLAGVYRSLKK 36 

TAC GAC GTA ATC TAC CTA AAG CCC CTT GCC GGT GTC TAC CGT TCA TTG AAG AAA 108 

QIEKNI FTFNLNLND I LN 54 

CAG ATA GAA AAG AAT ATT TTC ACG TTC AAC CTC AAC CTA AAT GAC ATC CTC AAC 162 

SRLKKRKYFLDVLESDLM 72 

TCG CGC CTC AAG AAG CGA AAA TAC TTC CTC GAC GTG TTG GAA TCC GAC CTT ATG 216 

QFKHISSNEYIIEDSFKL 90 

CAA TTC AAG CAC ATT AGC TCT AAC GAG TAC ATC ATA GAG GAC AGC TTC AAG CTC 270 

LNSEQKNTLLKSYKYI KE 108 

TTG AAT TCA GAA CAG AAG AAC ACC CTC CTA AAG TCC TAC AAA TAC ATT AAG GAG 324 

SVENDI KFAQEGISYYEK 126 

TCT GTT GAG AAC GAC ATC AAG TTC GCC CAG GAA GGA ATT AGC TAC TAT GAG AAA 378 

VLAKYKDDLESIKKVIKE 144 

I s * GTC CTG GCT AAA TAC AAG GAC GAC TTG GAA AGC ATT AAG AAG GTA ATC AAA GAA 432 

|S EKEKFPSSPPTTPPSPAK 162 

y GAG AAG GAA AAG TTT CCG AGC TCT CCA CCC ACA ACT CCC CCA TCG CCT GCA AAG 486 

=5 TDEQKKESKFLPFLTNIE 180 

ACC GAC GAG CAG AAA AAA GAA AGT AAG TTC CTT CCA TTC CTC ACC AAC ATC GAA 540 

TLYNNLVNKIDDYLINLK 198 

~= ACT CTA TAT AAC AAC CTG GTG AAC AAG ATT GAT GAC TAC TTA ATC AAC TTG AAG 594 

AKINDCNVEKDEAHVKIT 216 

|«| GCG AAA ATT AAT GAC TGT AAC GTC GAA AAG GAT GAA GCC CAC GTT AAG ATC ACC 648 

[ M KLSDLK AIDDKIDLFKNH 234 

M AAG CTT TCC GAT CTC AAA GCC ATC GAC GAT AAG ATT GAC CTG TTT AAG AAC CAC 702 

NDFDAI KKLINDDTKK DM 252 

O AAC GAT TTC GAC GCA ATC AAA AAG TTG ATC AAC GAC GAT ACT AAG AAA GAC ATG 756 

hi 

~ LG KLLS TG LVQN FPNT I I 270 

CTT GGA AAA CTG CTG TCG ACA GGC TTG GTC CAA AAC TTC CCG AAC ACC ATT ATA 810 

SKLIEGKFQDMLNISQHQ 288 

AGC AAG CTG ATC GAA GGA AAG TTT CAG GAT ATG CTG AAC ATC TCT CAG CAT CAA 864 

CVKKQCPENSGCFRHLDE 306 

TGC GTG AAG AAG CAA TGT CCC GAG AAT TCA GGT TGC TTC CGC CAC TTA GAC GAA 918 

REECKCLLNYKQEGDKCV 324 

AGG GAG GAA TGT AAA TGC CTG CTG AAT TAT AAA CAG GAA GGA GAC AAG TGC GTA 972 

E NPNPTCNENNGGCDADA 342 

GAG AAT CCT AAC CCA ACC TGT AAC GAA AAT AAC GGT GGC TGC GAT GCT GAC GCT 1026 

KCTEEDSGSN.GKKITCEC 360 

AAG TGT ACC GAG GAG GAC AGC GGT TCC AAT GGC AAG AAA ATA ACT TGC GAA TGC 1080 

TKPDSYPLFDGI FCSHDE 378 

ACG AAG CCC GAT AGT TAC CCT CTC TTC GAC GGT ATC TTC TGC TCC CAT GAT GAG 1134 
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DNA AND AMINO ACID SEQUENCE OF BVp42-M 

attggatccactaaa 

13 atgtggtcttggaagtgtcttttattctgggctgtcttggtgacc 

M W S WKCLL F WA VLVT 
58 qccactctttgcacagcagcgatctctgttactatggacaacatc 
ATLCTAAI SVTMDNI 
103 ctcagtggcttcgagaacgagtacgacgtaatctacctaaagccc 

LSGFENEYDVIYLKP 
148 cttgccggtgtctaccgttcattgaagaaacagatagaaaagaat 
LAGVYRSLKKQI EKN 
S 193 attttcacgttcaacctcaacctaaatgacatcctcaactcgcgc 

n I FT FNLNLNDI LNSR 

I 238 ctcaagaagcgaaaatacttcctcgacgtgttggaatccgacctt 

m LKKRKYF LDVLESDL 

IJ1 283 atgcaatttaagcacattagctctaacgagtacatcatagaggac 

; i MQF KHI S SNEYI IE D 

328 agcttcaagctcttgaattcagaacagaagaacaccctcctaaag 
O SFKLLNSEQKNTLL K 

W 373 tcctacaaatacattaaggagtctgttgagaacgacatcaagttc 

U SYKYIKESVENDIKF 
~ 418 gcccaggaaggaattagctactatgagaaagtcctggctaaatac - 

W AQEGISYYEKVLAKY 

463 aaggacgacttggaaagcattaagaaggtaatcaaagaagagaag 

KDDLESIK KVIKEEK 
508 gaaaagtttccgagctctccacccacaactcccccatcgcctgca 

E KF PS SPPTTP PSPA 
553 aagaccgacgagcagaaaaaagaaagtaagttccttccattcctc 

KTDEQKKESK FLPFL 
598 accaacatcgaaactctatataacaacctggtgaacaagattgat 

TNIETLYN NLVNK ID 
64 3 gactacttaateaacttgaaggcgaaaattaatgactgtaacgtc 

DYLINLKAKINDCNV 
688 gaaaaggatgaagcccacgttaagatcaccaagctttccgatctc 

EKDEAHVKI TKLSDL 
7 33 aaagccatcgacgataagattgacctgtttaagaaccacaacgat 

KAI DDKI DLFKN HN D 
778 ttcgacgcaatcaaaaagttgatcaacgacgatactaagaaagac 

FDAIKKLINDDTKKD 
823 atgcttggaaaactgctgtcgacaggcttggtccaaaacttcccg 

MLGKLLSTGLVQNFP 
868 aacaccattataagcaagctgatcgaaggaaagtttcaggatatg 



N T I I S KL I EG K FQ DM 
913 ctgaacatctctcagcatcaatgcgtgaagaagcaatgtcccgag 

LNI SQHQCVKKQCPE 
958 aattcaggttgcttccgccacttagacgaaagggaggaatgtaaa 

NSGCFRHLDE B EECK 
1003 tgcctgctgaattataaacaggaaggagacaagtgcgtagagaat 

CLLNYKQ. EGDKCVEN 
104 8 cctaacccaacctgtaacgaaaataacggtggctgcgatgctgac 

PNPTCNENNGGCDAD 
1093 gctaagtgtaccgaggaggacagcggttccaatggcaagaaaata 

AKCTEEDSGSNGKKI 
1138 acttgcgaatgcacgaagcccgatagttaccctctcttcgacggt 

TCECTK PDSYP LFDG 
1183 atcttctgctcc 

I F C S 



ccacctca teat cat cat catcattaataaggtaccta 

pp'hhhhhh*.* 



